16S rRNA gene copy numbers per sample.
Table S2
Statistical analysis of the copy number of 16S rRNA gene of each treatment by one-way ANOVA (SPSS. 16.0). Table S3 OUT's data. Data was obtained using the Illumina Miseq2500-pyrosequencing.
Table S4
Statistical analysis of the composition of dominant midgut bacterial genera among different groups by one-way ANOVA (SPSS. 16.0).
Table S5
Coverage, Shannon, chao1 and ACE richness estimator. Figure S1 Standard curve of qPCR.
Supplemental Data

Figure S2
Rarefaction on species-abundance data. Average value of 3 replicates were showed.
11 Figure S3 OTU abundances and taxonomic classifications within each sample at different levels.
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